Supplementary Figures   Fig S1. Schematic showing all closed thermodynamic cycles calculated in this work together with the change of free enthalpy for each mutation (kJ/mol) in solution (A), bound to vancomycin in solution (B), in the membrane (C) and bound to vancomycin in the membrane (D). Note that the arrows refer the mutation performed in a given direction. The values listed on each line correspond to the work done in the mutation and the standard error estimated using a block averaging technique. 
